) and 278 (31.0 kDa) for PWV-K (Severe strain)5), and smaller than the CP for PWV-AO (35 kDa) determined by SDS-PAGE10). The latter dis crepancy is to be expected because the relative molecu lar weight of a plant virus CP, estimated by SDS-PAGE, is inclined to differ from the weight determined by the amino acids analyses by as much as 10%17). The deduced amino acid sequence of the PWV-AO CP contained Asp-Ala-Asn (DAG) tripeptides at positions 169 to 171 and 211 to 213, which may correlate with the high frequency of aphid transmissibility9). The open reading frame of PWV-AO was followed by a 258 nucleotide NCR [excluding the poly(A) tail]. NCR contained the consensus AG-GTGG-----CCACC sequence of "the sec ond group" suggested by Uyeda19), at positions 1416 to 1432. Table 1 compares the CP amino acid and 3'-NCR sequences of PWV-AO and each of the PWV strains5,18) as well as 6 different potyviruses2-4,11,14,15) of "the second group"19). Percent homologies shown in Table 1 and discussed in the following paragraph were computed using HOMOGAPP and HOMOGAPN programs, except for `the standard percent for identification' which is cited from Shukla and Ward. At present the CP sequences for six potyviruses which cause 'woodiness' symptoms, including PWV-AO, have been proposed. PWV-M (Mild strain), -S (another Severe strain) and -TB have a high sequence identity reciprocally (95 -99%), regardless of the different appearance of their symptoms, and can be united as strains of the same PWV, or as a "PWV-TB units". PWV-K shares 82-84% CP amino acid sequence identities with the PWV-TB units. However, PWV-AO shares only 75.6, 74.8 and 76.5% CP amino acid sequence identities with PWV-K5), PWV-M and PWV-S/-TB18), respectively. These values are not significantly different from the soybean mosaic virus (SMV)-G211) (75.2%) or the strains of watermelon * The nucleotide sequence data reported here will appear in the DDBJ/EMBL/GenBank nucleotide sequence databases under the accession number D85849. ** Faculty of Agriculture , Kagoshima University, Kagoshima 890, Japan *** Kyushu National Agricultural Experiment Station, Kikuchi-gun, Kumamoto 861-11, Japan mosaic virus 2 (WMV2)3,15) (73.6 and 72.9%). Further more, a comparison of the amino acid sequence, exclud ing the N-terminus (the variable region), of PWV-AO with that of the SMV and WMV2 strains revealed an 82.4 and 84.1% identity, which is much higher than that of PWV-S/-TB (76.9%), PWV-K (75.8%) and PWV-M (75.6%). In contrast, PWV-AO shares 64 to 66% 3'-NCR sequence identities with the SMV-G2 and WMV2 strains, which are significantly lower than the 79 to 80% identity between the SMV-G2 and WMV2 strains. The South African passiflora virus2) (SAPV, recently identified as a strain of the cowpea aphid-borne mosaic virus12)) has only a 69-71% sequence identity with the PWV-AO, -K and -TB units, yet it also causes the typical 'woodiness' symptoms. According to Shukla and Ward18) CP amino acid sequence data can be used to identify and differentiate distinct potyviruses and their strains. In their analysis, the sequence identity between distinct members ranges from 38 to 71% (average 54%) while that between strains of one virus ranges from 90 to 99% (average 95%). From this point of view, the "PWV subgroup" is e xceptional. The percent homologies for this group suggest that its members belong to neither of the aforementioned two categories. According to the present authoritative taxonomy18,20), the PWV-AO, -K and -TB units are too distantly related to be of the same strains, yet they cannot be differentiated as distinct viruses. Furthermore, from the same level of CP homologies, PWV, SMV and WMV2 can possibly be related taxonomically.
A consensus sequence of NCR19) may partially support this hypothe sis. 
